NCBI 

BLASTP 2.1.1 [Aug-8-2000] 



BLAST Search Results 



BLAST lEntrez | ? | 



AI3 



Reference : 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:338 9-3402. 

RID: 972929850-514-6426 

Query= SEQIDNO:X 

(667 letters) 



Database : nr 

576,719 sequences; 181,542,687 total letters 



If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 



Taxonomy reports 



Distribution of 13 Blast Hits on the Query Sequence 



Mouse-over to show defline and scores. Click to show alignments 




Sequences producing significant alignments: 



Score 
(bits) 



E 
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ref|NP 060628.11 hypothetical protein FLJ10624 >gi | 7022772 | . 
qb|AAB88191. 1 | (AF035526) kanadaptin [Mus musculus] 
qbjAAF55582. 1 [ (AE003723) CG7706 gene product [Drosophila m. 
sp| P34 64 8 1 YOT2 CAE EL HYPOTHETICAL 80.5 KD PROTEIN ZK632.2 I. 
dbj IBAB08 64 0. 1 1 (AB009048) gene_id : K15E6 . 5-unknown protein . 
pir [ j 151116 NF-180 - sea lamprey >gi | 63254 9 | gb | AAA80106 . 1 | . 
gb|AAF45312. 1 | (AE002936) CG17168 gene product [Drosophila . 
dbj IBAB11326.il . (AB016886) gene__id: MCA23 . ll~unknown protein. 
pir j | T25596 hypothetical protein C32E8 . 5 - Caenorhabditis e. 
sp | Q28147 | PPR8 BOVIN NUCLEAR INHIBITOR OF PROTEIN PHOSPHATA. 
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> ref|NP 060628.11 hypothetical protein FLJ10624 
dbj | BAA91718 . 1 | (AK001486) unnamed protein product [Homo sapiens] 
Length - 7 96 

Score = 1319 bits (3375), Expect =0.0 

Identities = 649/654 (99%), Positives = 650/654 (99%) 

Query: 1 MADILSQSETLASQDLSGDFKKPALPVSPAARSKAPASSSSNPEEVQKEGPTALQDSNSG 60 

MADILSQSETLASQDLSGDFKKPALPVSPAARSKAPASSSSNPEEVQKEGPTALQDSNSG 
Sbjct: 55 MADILSQSETLASQDLSGDFKKPALPVSPAARSKAPASSSSNPEEVQKEGPTALQDSNSG 114 

Query: 61 EPDIPPPQPDCGDFRSLQEEQSRPTTAVSSPGGPARAPPYQEPPWGGPATAPYSLETLKG 120 

EPDIPPPQPDCGDFRSLQEEQSRPTTAVSSPGGPARAPPYQEPPWGGPATAPYSLETLKG 
Sbjct: 115 EPDIPPPQPDCGDFRSLQEEQSRPTTAVSSPGGPARAPPYQEPPWGGPATAPYSLETLKG 174 

Query: 121 GTILGTRSLKGTSYCLFGRLSGCDVCLEHPSVSRYHAVLQHRASGPDGECDSNGPGFYLY 180 

GTILGTRSLKGTSYCLFGRLSGCDVCLEHPSVSRYHAVLQHRASGPDGECDSNGPGFYLY 
Sbjct: 175 GTILGTRSLKGTSYCLFGRLSGCDVCLEHPSVSRYHAVLQHRASGPDGECDSNGPGFYLY 234 

Query: 181 DLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTRLFILQGPEEDREAESELTVTQLKE 240 

DLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTRLFILQGPEEDREAESELTVTQLKE 
Sbjct: 235 DLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTRLFILQGPEEDREAESELTVTQLKE 294 

Query: 241 LRKQQQILLXKKMLGEDSDEEEEMDTSERKINAGSQDDEMGCTWGMGEDAVEDDAEENPI 300 

LRKQQQILL KKML EDSDEEEEMDTSERKINAGSQDDEMGCTWGMGEDAVEDDAEENPI 
Sbjct: 295 LRKQQQILLEKKMLREDSDEEEEMDTSERKINAGSQDDEMGCTWGMGEDAVEDDAEENPI 354 

Query: 301 VLEFQQEREAFYIKDPKKALQGFFDREGEELEYEFDEQGHSTWLCRVRLPVDDSTGKQLV 3 60 

VLEFQQEREAFYIKDPKK LQGFFDREGEELEYEFDEQGHSTWLCRVRLPVDDSTGKQLV 
Sbjct: 355 VLEFQQEREAFYIKDPKKVLQGFFDREGEELEYEFDEQGHSTWLCRVRLPVDDSTGKQLV 414 

Query: 361 AEAIHSGKKKEAMIQCSLEACRILDTLGLLRQEAVSRKRKAKNWEDEDFYDSDDDTFLDR 420 

AEAIHSGKKKEAMIQCSLEACRILDTLGLLRQEAVSRKRKAKNWEDEDFYDSDDDTFLDR 
Sbjct: 415 AEAIHSGKKKEAMIQCSLEACRILDTLGLLRQEAVSRKRKAKNWEDEDFYDSDDDTFLDR 474 

Query: 421 TGLIEKKRLNRMKKAGKIDEKPETFESLVAKLNDAERELSEISERLKASSQVLSESPSQD 480 

TGLIEKKRLNRMKKAGKIDEKPETFESLVAKLNDAERELSEISERLKASSQVLSESPSQD 
Sbjct: 475 TGLIEKKRLNRMKKAGKIDEKPETFESLVAKLNDAERELSEISERLKASSQVLSESPSQD 534 

Query: 481 SLDAFMSEMKSGSTLDGVSRKKLHLRTFELRKEQQRLKGLIKIVKPAEIPELKKTETQTT 540 

SLDAFMSEMKSGSTLDGVSRKKLHLRTFELRKEQQRLKGLIKIVKPAEIPELKKTETQTT 
Sbjct: 535 SLDAFMSEMKSGSTLDGVSRKKLHLRTFELRKEQQRLKGLIKIVKPAEIPELKKTETQTT 594 

Query: 541 GAENKAKKLTLPLFGAMKGGSKFKLKTGTVGKLPPKRPELPPTLMRMKDEPEVEEEEEEE 600 

GAENKAKKLTLPLFGAMKGGSKFKLKTGTVGKLPPKRPELPPTLMRMKDEPEVEEEEEEE 
Sbjct: 595 GAENKAKKLTLPLFGAMKGGSKFKLKTGTVGKLPPKRPELPPTLMRMKDEPEVEEEEEEE 654 

Query: 601 EEEEKEKEEHEKKKLEDGSLSRPQPEIEPEAAVQEMRPPTDLTHFKETQTHGNI 654 

EEEEKEKEEHEKKKLEDGSLSRPQPEIEPEAAVQEMRPPTDLTHFKETQTH N+ 
Sbjct: 655 EEEEKEKEEHEKKKLEDGSLSRPQPEIEPEAAVQEMRPPTDLTHFKETQTHENM 708 

> qb [ AAB88191 . 1 | (AF035526) kanadaptin [Mus musculus] 
Length = 507 

Score = 768 bits (1962), Expect =0.0 

Identities = 384/444 (86%), Positives = 411/444 (92%), Gaps = 1/444 (0%) 

Query: 209 VRFGGSTRLFILQGPEEDREAESELTVTQLKELRKQQQILLXKKMLGEDSDEEEEMDTSE 2 68 

+RFGGSTRLFILQGPEEDREAESELTVTQLKELRKQQQILL KKMLGEDSDEEEE +T+E 
Sbjct : 1 MRFGGSTRLFILQGPEEDREAESELTVTQLKELRKQQQILLEKKMLGEDSDEEEEANTTE 60 

Query: 2 69 RKINAGSQDDEMGCTWGMGEDAVEDDAEENPIVLEFQQEREAFYIKDPKKALQGFFDREG 328 

K + QDDE+GCTWGMGEDAVED+AEENPI L+FQQ+REAFYIKDPKKALQGFFDREG 
Sbjct : 61 GKSSRSGQDDELGCTWGMGEDAVEDEAEENPIALDFQQDREAFYIKDPKKALQGFFDREG 120 
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+ PE+ 
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P++ + KET++H 



Length = 726 
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Sbjct: 450 EQLDKTEIKKLRLEQQRIKGEQQKVERLLKIAKPTALPFTTSLAAGSKESAAQEGGA 506 

Query: 54 6 AKKLTLPLFGAMKGGSKFKLKTGTVGKLPPKRPELPPTLMRMKDEPEVEEEEEEEEEEEK 605 

AKK LP+ G SKFK V K P + + DE EVEEEE + E+ +EK 

Sbjct: 507 AKKKQLPMIGKRNQFSKFK VVKAS PSTQTMTQSNAFAS DEEEVEEEEVKEKVKEK 561 

Query: 606 EKEEHEKKKLEDGSLSRPQPEIEPEAAVQEMRPPTDLTHFKET 64 8 

EE +K E S +P +++E + P K T 

Sbjct: 562 EAEVDNLEKEETEPESTTKPSTPENDSLKETKLPAQPEESKPT 604 

> sp| P34 64 8 | YOT2 CAE EL HYPOTHETICAL 80.5 KD PROTEIN ZK632.2 IN CHROMOSOME III 
pir 1 | S40934 hypothetical protein ZK632.2 - Caenorhabditis elegans 
emb 1CAA80179.1I (Z22181) similar to Coiled coil protein-cDNA EST ykl9b3.5 comes 
from this gene^cDNA EST yk231hll.3 comes from this 
gene-cDNA EST yk231hll.5 comes from this gene-cDNA EST 
yk418cl.3 comes from this gene-cDNA EST yk418cl.5 comes 
from this gene-cDNA EST yk> 
Length =710 

Score - 293 bits (741), Expect = 5e-78 

Identities = 217/649 (33%), Positives = 328/649 (50%), Gaps = 80/649 (12%) 



Query: 18 GDFKKPALPVSPAARSKAPASSSSNPEEVQKEGPTALQDSNSGEPDIPPPQPDCGDFRSL 7 7 

G FK P+LP P+ + AP S PE++ + P D P D 

Sbjct: 6 GAFKSPSLP--PSHHAPAPMS PEKI R- -APAEQMDG PVEGVIDEIET 4 8 

Query: 7 8 QEEQSRPTTAVSSPGGPARAPPYQEPPWG GPATAPYSLETLKGGTILGTRSL KG 131 

E Q+ + +S A A Y+ PPW PA + E LK G ++ + L K 

Sbjct : 4 9 AEVQAEKESKISVQ APALHYEVPPWACEPDPAHK-FQFEILKEGKLIASYDLSNRKN 104 

Query: 132 TSYCLFGRLS-GCDVCLEHPSVSRYHAVLQHRASGPDGECDSNGPGFYLYDLGSTHGTFL 190 

+++ + GR4- GCD+ +EHPS+SRYH +LQ+ G D + G G+++++LGSTHG+ + 
Sbjct: 105 STFVVIGRIKPGCDLLMEHPSISRYHCILQY GND-KMSKTGKGWHI FELGSTHGSRM 160 

Query: 191 NKTRIPPRTYCRVHVGHVVRFGGSTRLFILQGPEEDREAESELTVTQLKELRKQQQILLX 250 

NK R+PP+ Y R VG + +FG STR+ GPEED E E + + T++K LRK ++ L 
Sbjct: 161 NKKRLPPKQYIRTRVGFIFQFGESTRILNFVGPEEDSEPEWDCSPTEMK-LRKHKKELEA 219 

Query: 251 KKMLGEDSDEEEEMDTSERKINAGSQDDEMGCTWGM — GED AVEDDAEENPIVLE 303 

K +EM E+ + + +E GC WGM GED VE DA 
Sbjct: 220 KLRAAA AQEMIDDEKR EKEEEGCGWGMDYGEDEKPLTTVETDAH 2 63 

Query: 304 FQQEREAFYIKDPKKALQGFFDREGEELEYEFDEQGHS TWLCRVRLPVD-DSTGKQL 359 

++REA+Y +DPKKALQ FF+REG + + +EF EQG W+C + LPV+ D + 

Sbjct: 264 LMEDREAYYNQDPKKALQKFFEREGFDMNFEFSEQGQGHTHKWVCSIELPVEIDGVDRAF 323 

Query: 360 VAEAIHSGKKKEAMIQCSLEACRILDTLGLLRQEAVSRKRKAKNWEDEDFYDSDDDTFLD 419 

A A S KK+A IQC+L+ACRILDT +LR+ + + K E D+YD DDD +LD 

Sbjct: 324 TASATVSTSKKDAQIQCALDACRILDTYNVLRKSNTKLRMQRKTLEANDYYDEDDDLYLD 383 

Query: 420 RTGLIEKKRLNRMKKA GKIDEKPETFESLVAKLNDAERELSEISERLKASSQVLSE 475 

RTG +EK+R R + A G + +T+ESL KL ++++E+ E + L S + 
Sbjct: 384 RTGQLEKQREKRKQWAEEGFGHKRTETDTYESLCRKLEESKKEIIECQKHLDELSAGTKK 4 43 

Query: 476 SPSQDS LDAFMSEM-KSGSTLDGVSRK KLHLRT FELRKEQQRLKGLI KI VKP 526 

S + D LD ++ ++ KSG D K K + E Q+L+ L+KI KP 

Sbjct: 4 44 SRTIDQGGDVLDDYIRQLEKSGGAGDDAKTKMEKSKWRQKLMAATHESQKLEKLVKIAKP 503 

Query: 527 AEIPELKKTETQTTGAENKAKKLTLPLFGAMKGGSKFKLKTGTVGKLPPKRPELPPTLMR 586 

A + L++ ET AN + L G K +T + G P LP T+ 

Sbjct: 504 AVVKGLEQLETT AAN DRQAFLKKLMG VR- - ARKE I DQT PS QGPG PS TS AT L PAT V- - 556 

Query: 587 MKDEPEVEEEEEEEEEEEKEKEEHEKKKLEDGSLSRPQPEIEPEAAVQE 635 

+ EE E++ + E+ L+ + P ++ ++V++ 

Sbjct: 557 APTSTKAVEVEHEKKMTPLKVEKEIAASLDSSEIKNSLPAVDEPSSVKD 605 
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> dbj | BAB08 64 0. 1 ] (AB009048) gene_id: K15E6 . 5~unknown protein [Arabidopsis thaliana] 
Length - 729 

Score - 189 bits (476), Expect = 6e-47 

Identities = 180/663 (27%), Positives - 291/663 (43%), Gaps - 85/663 (12%) 

Query: 27 VSPAARSKAPASSSSNPEEVQKEGPTALQDSNSGEPDIPPP — QPDCGDFRSLQE 79 

++ +A P + S+ E + T++ S+ PPP P+ D ++ + 

Sbjct : 1 MTTSAMDPPPPRNPSHDIEPPEPNSTSISQSDETSTMNPPPPRNPNPPDLKTTEVVVEPE 60 

Query: 80 — EQSRPTTAVSSPGGPARAP PYQEPPWGGPATAPYSLETLKGGTILGTRSLK 130 

E+S+ + PR PY P W GP + LE LK G 1+ + 

Sbjct : 61 PIEESKDDSVTVDADKPVRPRTVKQNPVPYTIPEWSGPPCHQFQLEVLKEGAIVEKLDVY 120 

Query: 131 GTSYCLFGRLSGCDVCLEHPSVSRYHAVLQHRASGPDGECDSNGPGFYLYDLGSTHGTFL 190 

LFGR CD LEHPS+SR+HAV+Q++ SG Y++DLGSTHGT + 

Sbjct: 121 KKGAYLFGRDGICDFALEHPSISRFHAVIQYKRSG AAYIFDLGSTHGTTV 170 

Query: 191 NKTRIPPRTYCRVHVGHVVRFGGSTRLFILQGPEEDREAESELTVTQLKELRKQQQILLX 250 

NK ++ + + ++VG V+RFGGSTRL+I QGP + E +L Q++ 
Sbjct: 171 NKNKVDKKVFVDLNVGDVIRFGGSTRLYIFQGPSDLMPPEKDL QLIRE 218 

Query: 251 KKMLGEDSDEEEEMDTSERKINAGSQDDEMGCTWGMGEDAVEDDAEENPIVL — EFQQER 308 

KM ES+E + ++++ G +WGMGEDA+E++ ++ + + E 

Sbjct: 219 AKMRMEMS EREAS LRRARQQASMAD GVSWGMGEDAIEEEEDDVEEITWQTYSGEL 273 

Query: 309 EAFYIKDPKKALQ GFFDREGEELEYEFDEQGHSTWLCRVRLPVDDSTGKQLVAEA 363 

K +K L+ G +E + + QG T + ++ + +Q AE 
Sbjct: 274 TPKQEKTKEKVLKRLEKIGHMKKEVAAIRAKDISQGGLTQGQQTQI ARNEQRTAEL 329 

Query: 364 IHSGKKKEAMIQCSLEACRILDTLGLLRQEAVSRKRKAKNWEDEDFYDSDDDTFLDRTGL 423 

+ + E + S I ++LG + +K EDE+ SD+D F DRT 

Sbjct: 330 LEELENLEETLNDS IRESLGAKTGRKPTHGKKKGIVEDEEDLSSDEDDFYDRT-- 382 

Query: 424 IEKKRLNRMKKAGKIDEKPETFESLVAKLNDAERELSE ISERLKASSQVLSESPS 478 

+KK KG ++ ET +SLV K ++ +E+ ++E+ K ++ ++E S 

Sbjct: 383 -QKK PSTKKGSENQTVETVDSLVDKRDNVLKEIEAKNEQLLTEKSKMETENVTEVTS 438 

Query: 479 QDS LDAFMSEMKSGSTLDGVSRKKLHLRTFELRKEQQRLKGLIKIVKPAEIPELKKT 535 

DS LDA+M+ + + D ++ + L T L+ E R+ L+KI P E+KK 
Sbjct: 4 39 GDSLDALDAYMTGLSTTLVQDKTAQIQQELST--LQSELSRILYLLKIADPTG-EEVKKR 4 95 

Query: 536 ETQTTGAENKAKKLTLPLFGAMKGGSKFKLKTGTVGKLPPKRPELPPTLMRMKDEPEVEE 595 

E ++ E K KK P K + K E+ L+ + + 4-PEVE 

Sbjct: 4 96 ELKS--QELKIKKSETP SVEKKINIPLKQADPNEHKEKEVAKDLVDSENKPEVEN 54 8 

Query: 596 EEEEEEEEEKEKEEHEKKKLEDGSLSRPQ — PEIEPEAAVQEMRPPTDLTHFKETQTHGN 653 

+ E EE+K K GS+ EPE DF + +N 

Sbjct: 54 9 KASETAEEKKTTVYVPSKPQWLGSAANKAIIEEKNPEIVAATTDSTEDADGFVDYKNRKN 608 

Query: 654 IFL 656 
I L 

Sbjct: 609 IAL 611 

> pir | 1 151116 NF-180 - sea lamprey 
qb| AAA80106. 1 | (U19361) NF-180 [Petromyzon marinus] 
Length = 1110 

Score = 72.2 bits (174), Expect = 2e-ll 

Identities = 101/440 (22%), Positives = 175/440 (38%), Gaps = 42/440 (9%) 

Query: 225 EDREAESELTVTQLKELRKQQQILLXKKMLGEDSDEEEEMDTSE-RKINAGSQDDEMGCT 283 

E EAE+E T + E ++ + + GE+++E EE++ K A E+ 

Sbjct: 537 EVEEAEAEETEAEAAEEEEEAEGEEEAEAEGEEAEEAEEVEEEAIEKAEAAEAKAEVEEE 596 
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Query: 


O O A 
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Sbjct : 


TAT 
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Sbj ct : 
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A A O 
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Sbj ct : 
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Sbjct : 


821 


Query: 


d /" IT 

565 


Sbj ct : 


ool 


Query: 


623 


Sbjct: 


941 


Score 


= 5 


Identitie 


Query: 


236 


Sbjct: 


4 62 


Query: 


292 


Sbjct: 


521 


Query: 


352 


Sbjct: 


569 


Query: 


412 


Sbjct: 


615 


Query: 


472 


Sbjct: 


675 


Query: 


518 


Sbjct: 


735 


Query: 


571 


Sbjct: 


791 


Query: 


631 


Sbjct: 


845 



E+ E++AEE + E ++E EA + + EGE E E +E+ 

^EEEEEEEAEEEEVEAETKEEVEA EAEVEEEGEAAEEEAEEEEAEEE 64 6 



+ + ++ AEA + ++EA + E D +4-E ++A 

)EAEVEEEEAEAAEAEAEEEAEEEAGEE DVEAESKEEEEEDSKEAD 701 



EDE + + + ++ E+ + +A K +E+ A+ +AE E 



-SEISERLKASSQVLSESPSQDSLDAFMSEMKSGSTLDGVSRKKLHLRTF 508 

+E +E +AS E ++S E K +KK + 



E + E KG + KP P KE+ E + 4-+ P A +K 



K K + P + K P EEEE+E+E++E+E+EE E+ K ED S+ 



P P E EP+ A Q +P 



T L++L Q4- +++ K ++ + DEEEE + E++ ++E G GE 



E++AEE +E+EE ++ + +EEEE++G 

EEEAEEE-VEKEEAEEAEVEEAEAEETEAEAAEEEEEAEGEEEAEAEGE 5 68 



+ + + EAI + EA + + EA + + + + E+E+ + 

\£E VEEEAI EKAEAAEAKAEVE EEEAEAEEEEEEEAEEEE-VE 614 



++ ++ +E++ ++A + + + E S AK +AE EE + + 



3QDSLDAFMSEMKSGSTLDGVSRK KLHLRTFELRKEQQRL 517 

++ ++A E+++++ K E E++ 



+ + A EE ET + E +AK+ + K + K 



K PE P K P E E E+E + E EKK G P+P+ +P 



AA +E + P 



Score = 49.2 bits (115), Expect = le-04 
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Identities = 57/232 (24%), Positives = 96/232 (40%), Gaps - 33/232 (14%) 

Query: 436 GKIDEKPETFESLVAKLNDAERELSEISERLKASSQVLSE-SPSQDSLDAFMSEMKS 491 

GK + E E + A+ E+ + E +L+ L + +++SL+ +SEM+ 

Sbjct: 296 GKFSQLTEAAEQNNDAIRSAKEEITEHRRKLQMRCTELDALAGTKESLERQLSEMEERHQ 355 

Query: 492 GSTLDGVSRKKLHLRT — FELRKEQQRLKGLIKIVKPAEIPELKKTETQTTGAENKA 546 

G+ D + + LR +E+ + + + L+ + +1 E+ G E + 

Sbjct: 356 SDVGNLQDAAQQLENELRNTKWEMARHLREYQDLLNVKMALDI-EIAAYRKLLDGEEIRY 414 

Query: 547 KKLTLPLFGAMKGGSKFKLKTGTVGK-LPPKRPELP PTLMR 586 

LP K K V K + K+PE+ +M 

Sbjct: 415 SSGPLPTPAKPPKAPSAKPKAAKVEKKVVSKKPEIKVESEPISAQLDTDLEDLAQEEVME 474 

Query: 587 MKDEPEV EEEEEEEEEEEKEKEEHEKKKLEDGSLSRPQPEIEPEAAVQE 635 

K P V ++EEEEEEEEEKE+EE E ++ E+ R + E E E +E 
Sbjct: 475 AKAAPVVSAEKDEEEEEEEEEKEEEEAEAEEEEEEDRGRKEGEAEAEEEAEE 526 

Score - 34.8 bits (78), Expect =3.0 

Identities = 21/71 (29%), Positives = 35/71 (48%) 

Query: 57 6 KRPELPPTLMRMKDEPEVEEEEEEEEEEEKEKEEHEKKKLEDGSLSRPQPEIEPEAAVQE 635 

++ E +++E EEEEEEE EE+E E K+++E + + E E A +E 

Sbjct: 582 EKAEAAEAKAEVEEEEAEAEEEEEEEAEEEEVEAETKEEVEAEAEVEEEGEAAEEEAEEE 641 

Query: 636 MRPPTDLTHFK 646 
+4-T K 

Sbjct: 64 2 EAEEEEVTSKK 652 

> gb| AAF45312 . 1 | (AE002936) CG17168 gene product [Drosophila melanogaster] 
Length = 421 

Score = 71.8 bits (173), Expect = 2e-ll 

Identities = 49/134 (36%), Positives = 69/134 (50%), Gaps = 5/134 (3%) 

Query: 100 YQEPPWGGPATAPYSLETLKGGTILGTRSLKGTSYCLFGR-LSGCDVCLEHPSVSRYHAV 158 

Y EPP + L KG T L T + S L GR D+ ++HPS S+ HA 

Sbjct: 268 YSEPPEARKPKRRWRLYPFKGETALPTLHIHRQSCFLVGRDRKVVDLAVDHPSCSKQHAA 327 

Query: 159 LQHRASGPDGECDSNGPG — FYLYDLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTR 216 

LQ+R + E S+G YL DL S +GTFLN +1 R Y + V++FG S+R 

Sbjct: 328 LQYRLVPFEREDGSHGKRVRLYLIDLDSANGTFLNNKKIDARKYYELIEKDVIKFGFSSR 387 

Query: 217 LFIL — QGPEEDRE 228 

++L + +ED+E 
Sbjct: 388 EYVLLHENSKEDQE 4 01 

> dbj | BAB11326. 1 1 (AB016886) gene_id : MCA2 3.11 -unknown protein [Arabidopsis thaliana] 
Length = 369 

Score - 69.1 bits (166), Expect = le-10 

Identities = 45/128 (35%), Positives = 62/128 (48%), Gaps = 13/128 (10%) 

Query: 100 YQEPPWG-GPATAPYSLETLKGGTILGTRSLKGTSYCLFGRL-SGCDVCLEHPSVSRYHA 157 

+ P W P YSLE +K G IL L + +FGR CD L+H SVSR HA 
Sbjct: 52 WHPPDWAIEPRAGVYSLEVVKDGQILDRIHLDRRRH-IFGRQHQTCDFVLDHQSVSRQHA 110 

Query: 158 VLQHRASGPDGECDSNGPGFYLYDLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTRL 217 

+ +G ++ DLGS HGTF-f R+ T + VG +RF STR+ 

Sbjct: 111 AVVPHKNG SIFVIDLGSAHGTFVANERLTKDTPVELEVGQSLRFAASTRI 160 

Query: 218 FILQGPEE 225 

++L+ E 
Sbjct: 161 YLLRKNSE 168 
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Query: 


43 


Sbjct : 


99 


Query: 


97 


Sbjct: 


153 


Query: 


156 


Sbjct: 


210 


Query: 


214 


Sbjct: 


270 



> pir | | T25596 hypothetical protein C32E8.5 - Caenorhabditis elegans 
qb | AAB42323 . 1 \ (U88308) C32E8.5 gene product [Caenorhabditis elegans] 
Length - 299 

Score = 67.5 bits (162), Expect = 4e-10 

Identities = 56/197 (28%), Positives - 90/197 (45%), Gaps = 18/197 (9%) 



P+ V+++G ++ N G+P+ P + + G +L E+ + V 
PDPVREDGKOYGLEKKEENWGKPEEPAKEKEKVNLGTSGALTEDTNTFRGVVIK 152 



Y EPP A + L KG L + S L GR D+ ++HPS S+ 

-YNEPPEAKKPNARWRLYPFKGEESLQVLYIHRQSAYLIGRDHKIADIPVDHPSCSKQ 209 



HAVLQ R+ + + Y+ DLGS +GTFLN+ +1 P+ Y + +++FG 



STR +++ E EE 
STREYVVMKEREITEEE 28 6 

> sp | Q28147 | PPR8 BOVIN NUCLEAR INHIBITOR OF PROTEIN PHOSPHATASE-1 (NIPP-1) (PROTEIN 
PHOSPHATASE 1, REGULATORY INHIBITOR SUBUNIT 8) 
pir | 1 14 6033 NIPP-1, nuclear inhibitor of protein phosphatase-1 - bovine 
emb | CAA90625.il (Z50748) NIPP-1, nuclear inhibitor of protein phosphatase-1 [Bos 
taurus] 
Length = 351 

Score = 66.0 bits (158), Expect = le-09 

Identities - 40/125 (32%), Positives - 57/125 (45%), Gaps = 10/125 (8%) 

Query: 98 PPYQEPPWGGPATAPYSLETLKGGTILGTRSLKGTSYCLFGRLSG-CDVCLEHPSVSRYH 156 

P + P W G L+ +KG ++ + Y LFGR CD ++H S SR H 

Sbjct: 12 PLFDCPTWAGKPPPGLHLDVVKGDKLIEKLIIDEKKYYLFGRNPDLCDFTIDHQSCSRVH 71 

Query: 157 AVLQHRASGPDGECDSNGPGFYLYDLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTR 216 

A L + + +L DL STHGTFL R+ P ++ + V FG STR 

Sbjct: 72 AALVYH KHLKRVFLIDLNSTHGTFLGHIRLEPHKPQQIPIDSTVSFGASTR 122 

Query: 217 LFILQ 221 
+ L+ 

Sbjct: 123 AYTLR 127 

Database: nr 

Posted date: Oct 24, 2000 1:47 AM 
Number of letters in database: 181,542,687 
Number of sequences in database: 576,719 

Lambda K H 

0.310 0.131 0.373 

Gapped 

Lambda K H 

0.270 0.0470 0.230 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 262444375 

Number of Sequences: 57 6719 

Number of extensions: 13092420 

Number of successful extensions: 184874 

Number of sequences better than 10.0: 2439 
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Number of HSP's better than 10.0 without gapping: 1108 

Number of HSP's successfully gapped in prelim test: 1433 

Number of HSP's that attempted gapping in prelim test: 1264 41 

Number of HSP's gapped (non-prelim): 20962 

length of query: 667 

length of database: 181,542,687 

effective HSP length: 61 

effective length of query: 606 

effective length of database: 146,362,828 

effective search space: 88695873768 

effective search space used: 88695873768 



T: 


11 








A: 


40 








XI 


16 


( 7 


2 


bits) 


X2 


38 


(14 


8 


bits) 


X3 


64 


(24 


9 


bits) 


SI 


42 


(21 


7 


bits) 


S2 


74 


(33 


2 


bits) 
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